Supplementary Methods
refinement (PHENIX; Adams et al, 2010) at 2.1 Å against the dataset collected at the selenium absorption peak.
The resulting structure served as search model for molecular replacement (PHASER, McCoy et al, 2007) to solve the structures of Form II using a dataset at 3.1 Å resolution of Pat-C selenomethionine crystals collected at the selenium absorption peak and of Form III using a 2.95 Å native dataset.
Manual model building was done in COOT and refinement was done with PHENIX. Stereochemical properties were analyzed with MOLPROBITY (Davis et al, 2007) and WHATCHECK (Hooft et al, 1996) .
Analytical size exclusion chromatography and static light scattering
Proteins were prepared as described for crystallization and analyzed in chromatography buffer (10 mM HEPES pH 7.0, 100 mM NaCl, 3 mM DTT).
Proteins or mixtures of protein with RNA or DNA were injected onto a Superdex 75 10/300 GL analytical gel filtration column (GE Healthcare, 12°C, equilibrated in chromatography buffer) as part of an ÄKTA Purifier-10 at a flow rate of 0.5 ml/min. UV absorption was monitored simultaneously at 230 nm, 260 nm and 280 nm. Protein and nucleic acid concentrations were estimated from the theoretical molar extinction coefficients at 280 nm and 260 nm respectively. The relative contributions of protein and nucleic acid to the total absorption at each wavelength were calculated assuming constant ratios of the extinction coefficient at 230 nm to the extinction coefficient at 280 nm for each substance (Müller at al, 2006) . Multiangle static laser light scattering was done online with analytical gel filtration chromatography using miniDAWN TREOS and Optilab rEX instruments (Wyatt Technologies) and the associated software (AstraV) for molecular weight determination.
NMR measurements
1 H-NOESY spectra of the extended Mid domain of human PatL1 were acquired at 291 K on a Bruker AV III-800 spectrometer, processed and analyzed using the Topspin software (Topspin V. 2.1.3, Bruker, Karlsruhe).
The spectrum was recorded with 768 (t 2 ) × 128 (t 1 ) complex points using 16 scans per increment, a relaxation delay of 1 s and an NOE mixing time of 70 ms.
Co-immunoprecipitation assays and Western blotting
For co-immunoprecipitation assays, HEK-293 cells were grown in 10 cm plates and transfected using Lipofectamine 2000 (Invitrogen). The transfection mixtures contained 7 µg of the GFP-and HA-constructs. Two days after transfection, cells were washed with PBS and lysed for 15 min on ice, in NET buffer (50 mM Tris at pH 7.5, 150 mM NaCl, 1mM EDTA, 0.1% Triton X-100, 10% glycerol), supplemented with protease inhibitors (1 ml NET buffer/ plate).
Cell lysates were spun at 18,000 g for 15 min at 4°C. Polyclonal anti-GFP (dilution 1:1000) or monoclonal anti-HA antibodies (Covance, 1:2000) were added to the supernatants. Samples were incubated for 1h at 4°C. Then, 25 µl of Protein G-agarose were added and the mixtures were rotated for an additional hour at 4°C. Beads were washed three times with NET buffer and once with NET buffer without Triton X-100. Bound proteins were eluted with 100 µl of protein sample buffer and analyzed by Western blotting as described before (Tritschler et al, 2009b) 
Fluorescence microscopy
For fluorescence microscopy, human HeLa cells were grown on coverslips in 24-well plates and transfected using Lipofectamine 2000 (Invitrogen). The transfection mixtures contained 0.3 µg of plasmids expressing GFP-protein fusions. Two days after transfection, cells were fixed with 4% paraformaldehyde in PBS for 10 min at room temperature, and permeabilized for 10 min with PBS containing 0.5% Triton-X100. Endogenous P-bodies were detected using a monoclonal antibody (sc-8418, Santa Cruz Biotechnology), which cross-reacts with EDC4 at a 1:1,000 dilution in PBS containing 0.1% Tween-20, and 10% fetal bovine serum (FBS). Alexa Fluor 594-coupled goatanti-mouse secondary antibody (Molecular probes) was used at a 1:1,000 dilution. Cells were mounted using Fluoromount-G (Southern Biotechnology Associates, Inc.). Images were captured using a confocal fluorescent microscope (TCS SP2, Leica) with a Plan Apo 100x NA 1.40 oil immersion objective equipped with a series of three Hammamatsu Photonics Photomultipliers and Leica confocal software (version 2.61). Images were prepared using Photoshop (Adobe). 
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